each Ma-Mel-86 cell line, two genomic DNA (black circles, replicates 1 and 2) and three total RNA preparations (replicates 1, 2 and 3) from two independent cultures (replicates 1 and 3) and two different time points (replicates 1 and 3: day 7; replicate 2: day 14) were generated for high throughput sequencing according to the depicted scheme starting with cryopreserved cells. Numbers in gray triangles indicate days. (B) The computational strategy to select for potentially immunogenic peptides carrying tumor-specific mutations was based on processing the generated replicate data (black circles) as long as possible in parallel. Somatic non-synonymous SNS detected in at least two of three transcriptomes and at least one of two exome replicates were selected.
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